ABSTRACT Salmonella enterica serovar Typhimurium strains isolated from systemic sites outside sub-Saharan Africa have been rarely sequenced. Here, we report the draft genome sequences of S. Typhimurium sequence type 19 (ST19) (n ϭ 9), ST1649 (n ϭ 1), and ST313 (n ϭ 1) strains isolated from human systemic (e.g., blood) and nonsystemic (e.g., stool and wounds) sites in Brazil.
N
ontyphoidal Salmonella (NTS) is one of the major causes of diarrheal disease worldwide, with an estimated 93 million enteric infections and 155,000 deaths annually (1) . However, these estimates do not include the infections caused by invasive nontyphoidal Salmonella (iNTS) enterica serovar Typhimurium sequence type 313 (ST313), which is often associated with systemic infection. S. Typhimurium ST313 strains account for Ͼ50% of the systemic infections in sub-Saharan Africa (2, 3) . Two genetic lineages of S. Typhimurium ST313 have been linked with the emergence of iNTS across sub-Saharan Africa (4). In Brazil, S. Typhimurium is frequently isolated from systemic sites, such as blood and cerebrospinal fluid (CSF), from human patients (5, 6); however, the genetic underpinning of S. Typhimurium isolates recovered from systemic sites in Brazil remains unknown. We sequenced 11 S. Typhimurium strains isolated from blood (n ϭ 4), stool (n ϭ 4), and extraintestinal (n ϭ 3) sites between 2010 and 2014 from different geographic regions of Brazil (Table 1) .
Paired-end sequencing libraries (2 ϫ 250 bp) were prepared using the Nextera XT kit (Illumina, San Diego, CA) following the protocol described in the DNA library reference guide (7), size selected to be in the range of 600 to 1,000 bp (average peaks, 800 bp), and sequenced using the MiSeq Illumina version 2 kit, according to the manufacturer's instructions. The number of paired reads per sample ranged from 941,320 to 1,389,798. The average GϩC content was 52.5% (8) . De novo assembly was performed using Velvet 1.2.10 set at default for all parameters (9). Contigs were organized by aligning to the genome sequence of the reference strain S. Typhimurium LT2 (accession no. NC_003197) using Mauve multiple alignments (10). Wholegenome multilocus sequence typing was performed using EnteroBase (https:// enterobase.warwick.ac.uk/). A total of three sequence types, ST19 (n ϭ 9), ST1695 (n ϭ 1), and ST313 (n ϭ 1), were identified. Detailed comparative genomics analysis of these strains is currently ongoing and will be published independently. These genome sequences will provide better insights into the molecular epidemiology of invasive S. Typhimurium strains in Brazil. 
